Figure S1. Parsing a target site. The target site selected from the search tool is displayed at the top with triplets that do not meet TSO requirements colored (red). The sub-site size can be chosen using the "Re-parse" drop-down. Sub-site sequences are displayed at the bottom, and moving the mouse over a triplet immediately displays the multitarget ELISA graph at the top, left of the screen (not shown). This feature can be disabled using the radio buttons. Using the icons to the left of each target site, a sub-site can be re-parsed or the amino acid sequence of the ZFP expected to bind to it obtained.
Figure S2
igure S2. Reverse engineering of a ZFP. An amino acid sequence (176 residues long) of ding d helix F a ZFP that recognizes an 18-bp target site was entered. The predicted target site is displayed at the top of the screen, followed by each identified triplet and correspon helix. Clicking on a hyperlinked triplet (blue) opens a window displaying the result of a multitarget ELISA assay for the relevant ZF domain. A hyperlink is provided to the NCBI BLAST tool so that the human or mouse genomes can be searched for the predicted target sequence. At the bottom is the input sequence with each identifie highlighted (red) and presumed backbone sequence (black).
